. Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses. Table S2 . Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses. Table S2 . Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses. Table S2 . Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses. Table S2 . Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses. Table S2 . Enrichment of pathways of interest from table S1 using various cutoffs for P-value and distance from genes (D). Each column describes a cutoff combination, with the number of genes tested in the header. Each cell lists the pathway enrichment P-value and the rank in parentheses.
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Leptin signaling in Obesity Melatonin Signaling JAK/Stat Signaling Chemokine Signaling CXCR4 Signaling Role of Pattern Recognition Receptors in Recognition of Bacteria and Viruses P ! 10 -6 ; D ! 50k (203 genes) P ! 10 -6 ; D ! 20k (138 genes) P ! 10 -6 ; D ! 5k (90 genes) P ! 5"10 -7 ; D ! 50k (105 genes) P ! 5"10 -7 ; D ! 20k (70 genes) 2.29!10 -7 (1) 7.58!10 -5 (2) 1.44!10 -5 (2) 1.86!10 -5 (2) 2.95!10 -4 (2) 2.75!10 -5 (4) 0.063 (83) 0.033 (75) 3.46!10 -3 (24) --2.57!10 -4 (12) 7.08!10 -3 (21) 0.031 (70) 3.09!10 -3 (21) 0.017 (34) 2.95!10 -4 (13) 7.76!10 -3 (23) 2.88!10 -3 (15) 3.39!10 -3 (23) 0.018 (39) 3.23!10 -4 (15) 1.34!10 -3 (7) 3.72!10 -3 (18) 4.47!10 -3 (29) 0.011 (21) 0.047 (95) 0.018 (38) 7.24!10 -3 (33) 8.51!10 -3 (43) 3.09!10 -3 (10) Table S6 . Diseases and functional annotations enriched among genes with coding SNPs that are correlated with bacterial taxa abundance. Table S6 . Diseases and functional annotations enriched among genes with coding SNPs that are correlated with bacterial taxa abundance. Table S6 . Diseases and functional annotations enriched among genes with coding SNPs that are correlated with bacterial taxa abundance. Table S6 . Diseases and functional annotations enriched among genes with coding SNPs that are correlated with bacterial taxa abundance. ABCA10,ADIPOR2,AMZ2,ATP13A3,CALR,CANX,CAPN15,CD1D-CANX-CALR,CHRNA9,COPS5,DACT2,DCHS2,ECHDC3,F5,FAM114A2,GIN1,JMJD1C,LCT,MICU2,miR-483-3p (miRNAs w/seed CACUCCU),NIPA2,OARD1,RNF20,SLC13A3,SLC26A11,SLC35A5,TBC1D10A,TGFB1,TMEM106C,TMEM184B,TP53BP1,TVP23B, UBC,VAT1L,ZNF554 23 12 Cell Cycle, Cancer, Cellular Development ABCA6,APP,ARL11,ARL6IP6,ARNT2,ATAT1,BHLHB9,CCDC40,CHTF18,CPXM2,CSF2,Csl,DNMT1,DPY19L3,E130116L18Rik,EP DR1,FAM32A,GCA,GOLGA5,GSAP,H2afv,Hist3h2ba,IL10,JAGN1,KCNE1L,NAALADL2,NRIP1,OCEL1,PSEN1,SCEL,SLC36A2,SL C6A11,SUN5,TICRR,ZFP36 18 10 Cell Death and Survival, Cell-To-Cell Signaling and Interaction, Inflammatory Response ADAMTS17,CAMTA1,CCDC124,CCDC168,CEP78,CORO7/CORO7-PAM16,CUL1,DFNA5,DMD,EIF2AK2,FBXL20,FBXO22,FBXO34,FBXW9,GAN,GDAP1,MYOG,NSUN2,PBRM1,PKD1L1,PSMG3,R AP1GAP2,RPL10L,RPL3L,SCNN1D,SLC9A7,SP140,TBCB,TBPL2,TM4SF20,TTC32,TTC7B,UBC,UNC79,ZNF532
